PRIMER SEQUENCE (5' — 3") LOCATION AMPLICON LENGTH AE
UTRN F GTATGGGGACCTTGAAGCCAG exons 1-2 125BP 118%
UTRNR ATCGAGCGTTTATCCATTTGGT
DMD F GGAAAGCAACACATAGACAACCT exons 3-4 65BP 111%
DMD R GGGCATGAACTCTTGTAGATCC
ITGA7 F GATCGTCCGAGCCAACATCACA exons 23-24 165BP 115%
ITGA7 R CTAACAGCCCAGCCAGCACT
ITGB1F ATGCCAAATCTTGCGGAGAAT exons 3-4 209BP 105%
ITGB1R TTTGCTGCGATTGGTGACATT
DAG1F CAGACGGTACGGCTGTTGTC exons 3-4 126BP 112%
DAG1R AGTGTAGCCAAGACGGTAAGG
SGCAF GCAGCAGTAACTTGGATACCTC exons 2-3 113BP 17%
SGCAR AAAGGATGCACAAACACACGA
SGCB F AGCACAACAGCAATTTCAAAGC exon 2 112BP 100%
SGCBR AGGAGGACGATCACGCAGAT
SSPN F TGCTAGTCAGAGATACTCCGTTC exons 1-2 103BP 94%
SSPN R GTCCTCTCGTCAACTTGGTATG
MYOG F GAGATCCTGCGCAGCGCCAT exon 1 97BP 107%
MYOG R CCCCGCCTCTGTAGCGGAGA
MYF5 F AAGGCTCCTGTATCCCCTCAC exon 1 249BP 17%
MYF5 R TGACCTTCTTCAGGCGTCTAC
ACTBF TCCTGACCCTGAAGTACCCCAT exons 1-2 131BP 104%
ACTBR CTCGGTGAGCAGCACAGGGT
GAPDH F CAACTTTGGCATTGTGGAAGG exons 4-5 135BP 92%
GAPDHR GTGGATGCAGGGATGATGTT




